ABSTRACT The Gram-negative bacterium Pseudomonas aeruginosa is often multidrug resistant, associated with global epidemic outbreaks, and responsible for significant morbidity and mortality in hospitalized patients. Here, we present the draft genome sequence of BWH047, a multidrug-resistant P. aeruginosa clinical isolate belonging to the epidemic sequence type 235 and demonstrating high levels of colistin resistance.
was performed using SPAdes v3.9.1 (8) . Quality control was performed by aligning trimmed reads to assembly contigs using bwa v0.7.15 (9) . All contigs shorter than 200 bp or with an average fold coverage of Ͻ5ϫ per base were removed. The resulting assembly consisted of 138 contigs totaling 6,742,224 bases of sequence, and the average fold coverage was 84ϫ. The assembly N 50 value was 192,392 bp, and the average GC content was 66.15%. Annotation was performed using the NCBI Prokaryotic Genome Annotation Pipeline v4.8 (10, 11) and identified 6,368 coding sequences. Default parameters were used for all software, unless otherwise specified.
To examine the antibiotic resistance profile of BWH047, antibiotic resistance genes were identified using ResFinder v3.1.0 (12) and the CARD database v3.0.1 (13) . We identified two ␤-lactamase genes, bla OXA-488 and PDC-2 (14) . Also identified were two aminoglycoside resistance genes [aph(3=)-IIb and ant(2Љ)-Ia], a single nucleotide insertion in oprD resulting in a frameshift in the C-terminal portion of the gene likely conferring carbapenem resistance, mutations in gyrA (T83I) and parC (S87L) conferring fluoroquinolone resistance, one fosfomycin resistance gene (fosA), one phenicol resistance gene (catB7), one sulfonamide resistance gene (sul1), and one trimethoprim resistance gene (dfrA10). No canonical colistin resistance mutations were observed (15) , and homology to plasmid-borne colistin resistance genes mcr1 to mcr9 was not detected (16, 17) . All identified resistance genes had a nucleotide identity of 97.47 to 100% over 85 to 100% of the reference gene lengths.
Data availability. Illumina sequencing reads were deposited in the NCBI Sequence Read Archive (SRA) with accession numbers PRJNA533806 and SRR9109023. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number SUPJ00000000. The version described in this paper is version SUPJ01000000.
